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Mitochondrial adenine nucleotide translocase (ANT) specifically acts in ADP/ATP exchange
through the mitochondrial inner membrane. This transporter protein thereby plays a signifi-
cant role in energy metabolism in eukaryotic cells. Most mammals have four paralogous
ANT genes (ANT1-4) and utilize these paralogues in different types of cells. The fourth para-
logue of ANT (ANT4) is present only in mammals and reptiles and is exclusively expressed
in testicular germ cells where it is required for meiotic progression in the spermatocytes.
Here, we report that silkworms harbor two ANT paralogues, the homeostatic paralogue
(BmANTI1) and the testis-specific paralogue (BmANTI2). The BmANTI2 protein has an N-
terminal extension in which the positions of lysine residues in the amino acid sequence are
distributed as in human ANT4. An expression analysis showed that BmANTI2 transcripts
were restricted to the testis, suggesting the protein has a role in the progression of sper-
matogenesis. By contrast, BmANTI1 was expressed in all tissues tested, suggesting it has
an important role in homeostasis. We also observed that cultured silkworm cells required
BmANTI1 for proliferation. The ANTI1 protein of the lepidopteran Plutella xylostella
(PxANTI1), but not those of other insect species (or PxANTI2), restored cell proliferation in
BmANTI1-knockdown cells suggesting that ANTI1 has similar energy metabolism functions
across the Lepidoptera. Our results suggest that BmANTI2 is evolutionarily divergent from
BmANTI1 and has developed a specific role in spermatogenesis similar to that of mammali-
an ANT4.
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Introduction
To fulfill the high energy demands for physically strenuous activities such as flight and for de-
velopmental morphogenesis, insects have evolved a complex system controlling energy metab-
olism. The insect fat body is one of the main centers of energy storage and utilization and
displays considerable biosynthetic and metabolic activities [1]. In addition, insects that under-
take long-distance flight appear to have evolved an increased number of genes involved in me-
tabolizing their fuel source [2]. Silkworms, a well-established insect model, have been found to
possess a unique metabolic pathway for energy supply to the spermatozoa [3].
Adenine nucleotide translocase (ANT) genes, also known as ADP/ATP carrier genes (AAC),
encode membrane proteins that participate in the exchange of ADP and ATP across the inner
mitochondrial membrane and thus play a substantial role in cell energy metabolism [4,5].
These proteins are members of the mitochondrial carrier protein family and share a similar
structure consisting of three homologous repeat domains that contributes to their activities in
transport across the inner mitochondrial membrane [6,7]. Among the mitochondrial carrier
protein family, only ANTs have the signature amino acid sequence RRRMMM, which is critical
for ATP/ADP transport activity [8,9].
Currently, four human ANT paralogues have been identified (HsANT1, 2, 3, and 4) and
their expression profiles have been reported for various tissues and cultured cells: HsANT1 is
mainly expressed in heart and skeletal muscle [10,11];HsANT2 is expressed in proliferative
cells and appears to be required for glycolysis [12,13];HsANT3 is ubiquitously expressed in
many tissues [14] although, interestingly, rodents have lost this paralogue during evolution;
HsANT4 is exclusively expressed in testicular germ cells [15]. The latter gene was initially
thought to be a mammalian-specific paralogue but has recently also been identified in the
green anole lizard [16]. The HsANT4 protein has a similar amino acid sequence to ANT1-3
(66–68% identity); however it includes an N-terminal region in which several charged residues,
such as lysine, are present [15]. In addition to differences in the N-terminus, the C-terminus of
HsANT4 has an extension of a few residues [15]. Interestingly, expression of mouse ANT4
rises in preleptotene spermatocytes, peaks at early pachytene, and then decreases at late pachy-
tene and in round spermatids [17]. Consistent with this expression pattern, Ant4-deficient
mice exhibit disruption to meiosis in the testis during the early stages of meiotic prophase I,
suggesting that the protein is required for a continuous supply of large amounts of ATP to mei-
otic cells [18]. There is also evidence that HsANT4 co-localizes with glycolytic enzymes in the
principal piece of the sperm flagellum, suggesting it has a role in sperm motility [19].
The AAC proteins of Saccharomyces cerevisiae are encoded by three paralogous genes,
ScAAC1 to 3. The expression of each gene in yeast cells depends on the presence/absence of a
fermentable carbon source and oxygen [20–23], suggesting that S. cerevisiae utilizes different
AAC paralogues in order to overcome variations in external nutrient and oxygen conditions.
Heterologous expression of HsANT1, 2 or 3 proteins or of HsANT4 with a point mutation re-
stores respiration in a yeast strain that lacks the three endogenous AAC paralogues, and en-
ables the yeast to grow on a non-fermentable carbon source [24–27].
Drosophila melanogaster harbors two ANT proteins that are generated by alternative splic-
ing. They appear to be transcribed from a common promoter [28]. DmAnT1 was originally
identified in a stress-sensitive mutant (sesB; CG16944) that showed conditional paralysis in re-
sponse to a mechanical stress [28,29]. DmAnt1 null alleles are lethal and knockdown or overex-
pression also results in developmental lethality [30], indicating the crucial role of the protein in
cellular energy metabolism during development. The function of DmANT2 (Ant2: CG1683)
has yet to be fully resolved.
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ANT proteins have been under investigation for a considerable time and it has been found
that their expression is strictly controlled in tissue-dependent and condition-dependent man-
ners [11,15,21,31,32]. Most eukaryotes have multiple ANT proteins that have high amino acid
similarities, although the patterns of possession of the paralogues differ even among vertebrates
[16]. It is currently unclear what factors determine which paralogues will be present in any
given organism. Functional characterization of ANT paralogues across a range of organisms
will undoubtedly provide insights into this question. Here, we report that the lepidopteran spe-
cies Bombyx mori has two ANT paralogues and that Plutella xylostella has at least three paralo-
gues. Lepidopteran ANTI2 has a similar amino acid sequence to mammalian ANT4. Our data
also showed, in the silkworm, that the other ANT (BmANTI1) was found to be essential for
cell proliferation in cell cultures. Decreased proliferation in BmANTI1-knockdown cells was
restored by ectopic expression of P. xylostella ANTI1 but not by any ANT paralogue of insects
of other orders. These results suggest that Lepidoptera share common energy metabolism func-
tions, and that these differ in insects of other orders. The specific requirements of lepidopteran
energy metabolism that might underlie this difference are discussed in this paper.
Materials and Methods
Identification and cloning of ANT genes
Total RNAs were extracted using ISOGEN (Nippon Gene) and the SV Total RNA Isolation
System (Promega) from the whole body of laboratory colonies of silkworm strain C145xN140
male larvae of 5th instar (B.mori), several stages of D.melanogaster Canton-S strain (larvae,
pupae, and adults), last instar larvae of diamondback moth (P. xylostella), last instar larvae of
smaller tea tortrix (Adoxophyes honmai), Bemisia tabaci Biotype-Q at day 0 of adults, gregari-
ous 3rd nymphs (Schistocerca gregaria) [33], Nilaparvata lugens strain Izumo of 3rd nymphs,
and Tetranychus urticae Kock (green form) from G1 population in the previous report [34],
and from the whole body of Stenotus rubrovittatus collected from experimental paddy field of
Agricultural Research Center of National Agriculture and Food Research Organization at Ibar-
aki Prefecture by its staff researcher. All insects used in this study were not endangered or pro-
tected species. Each RNA was converted into cDNA using Superscript III and oligo(dT) primer
(Invitrogen). ANT gene open reading frames (ORFs) were identified in cDNA databases of the
National Center for Biotechnology Information, the National Institute of Agrobiological Sci-
ences, Bioinformatics & Evolutionary Genomics (http://bioinformatics.psb.ugent.be/), and the
sequencing data from our RNA-seq analysis in the present study. The full-length ORFs of
SrANTI2, SrANTI3 NlANTI1, NlANTI2, and TuANT were determined by 5’ and 3’ rapid ampli-
fication of cDNA ends using a GeneRacer kit (Invitrogen). The 5’ ends of the ANTORFs were
subcloned and sequenced to confirm whether they were correctly predicted. The full-length
ORFs of ANT genes were amplified using the primer pairs listed in S1 Table and inserted
into a pENTR11 (Invitrogen, Life technologies) vector, and their nucleotide sequences were
determined via dye-terminator cycle sequencing using a DNA sequencer 3130 (Applied
Biosystems).
RNA-seq analysis
Total RNAs of S. gregaria, S. rubrovittatus, and B. tabaci were extracted using ISOGEN from
the whole body of gregarious 3rd nymphs, the adult whole body collected from paddy field,
and the whole body of B. tabaci Biotype-Q at day 0 of adults, respectively, and purified using
the SV Total RNA Isolation System. Preparation of cDNA libraries from the total RNAs and
sequencing by Illumina HiSeq 2000 sequencer were performed by Hokkaido System Science
Insect Adenine Nucleotide Translocases
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Co., Ltd. (Sapporo, Japan). RNA-seq reads of S. gregaria, S. rubrovittatus, and B. tabaci were de
novo assembled by Trinity and 64921, 70502, and 62096 contigs were generated.
Nucleotide sequence submission
The Nucleotide and amino acid sequences identified in the present study have been submitted
to the DDBJ (BmANTI1; AB928002, BmANTI2; AB928003, PxANTI1; AB928004, PxANTI2;
AB928005, PxANTI3; AB928006, AhANTI1; AB928007, AhANTI2; AB928008, SrANTI1;
AB928009, SrANTI2; AB928010, SrANTI3; AB928011, BtANTI1; AB928012, SgANTI1;
AB928013, SgANTI2; AB928014, NlANTI1; AB928015, NlANTI2; AB928016, and TuANT;
AB928017). The obtained RNA-seq data of S. gregaria, S. rubrovittatus, and B. tabaci have
been deposited in DRA under accession number DRA002231.
Phylogenetic analysis
Amino acid sequences of the insect and vertebrate ANT genes were aligned using the CLUS-
TAL-W program, and the phylogenetic tree was constructed with the GENETYX software Ver-
sion 11.0 (Genetyx) using the neighbor-joining method (bootstrap trials, 1000 times;
TOSSGAPS, on).
RNA isolation from B.mori
In order to obtain whole-body RNA from different stage of B.mori, silkworm race C145xN140
was reared as described previously [35]. A series of RNAs were extracted from day 3, 2, 2, 2, 4,
and 4 of the embryo stage, 1st, 2nd, 3rd, 4th, and 5th instar larvae, and adult stage, respectively.
The numbers of individuals used were 40, 10, 5, 3, 1, and 1 at each stage. For tissue samples of
larvae, silkworm race Ariake was reared as well as C145xN140. The 4th and 5th instars of the
male Ariake were dissected, and tissues were separated. The numbers of individuals used for
tissue samples were 3 and 2/day for the 4th and 5th instar larvae, respectively. Total RNA was
extracted using ISOGEN and purified using the SV Total RNA Isolation System.
Semi-quantitative reverse transcription-PCR (semi-qRT-PCR) and
quantitative reverse transcription-PCR (qRT-PCR) analysis
The first strand of cDNA was synthesized from the isolated total RNA using SuperScript III re-
verse transcriptase (Invitrogen) and oligo(dT) primer according to the manufacture’s instruc-
tions. Semi-qRT-PCR amplifications were performed to largely evaluate expression levels of
the target genes. For qRT-PCR analysis, serial dilutions of pENTR-BmANTI1 and pENTR-
BmANTI2 plasmids were used as standards. B.mori ribosomal protein 49 (Bmrp49) was used
as a reference gene. The template plasmids and primers for Bmrp49 were prepared as described
previously [36]. qRT-PCR primer pairs for BmANTI1 and BmANTI2 were listed in S1 Table.
qRT-PCR data were obtained following the previous procedure [37]. The molar amounts of
transcripts of targets were calculated based on crossing point analysis, using standard curves
generated from the plasmids standards. BmANTI1 and BmANTI2 transcript levels were nor-
malized with rp49 transcript levels in the same samples.
Cell culture and transfection
BmN4-SID1, the previously established cell line that expressed a Caenorhabditis elegans SID-1
protein in order to take up double-stranded RNA into silkworm cells [38], were maintained at
27°C in EX-CELL 420 medium (Sigma) supplemented with 10% fetal bovine serum (Biowest).
Expression vectors were transfected into the silkworm cells using Fugene HD (Promega)
Insect Adenine Nucleotide Translocases
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during overnight incubation. After replacement of the medium with new EX-CELL 420 medi-
um, the cells were incubated for 3 days.
Subcellular localization analysis
The entry clones of the ANT genes in B.mori, P. xylostella, S. gregaria, N. lugens, D.melanoga-
ster, and T. urticae were transferred into the expression vector of pie2GW by gateway reaction
to construct the plasmids expressing recombinant proteins with N-terminal GFP fusions [39].
After transfection of the resulting expression constructs, BmN4-SID1 cells expressing ANTs
fused to GFP were seeded on poly-L-lysine-coated coverslips (Matsunami) and incubated over-
night. For mitochondrial staining, cells on coverslips were incubated with 200 nMMitoTracker
Red CMXRos (Molecular Probes) for 30 min at 27°C in culture medium. Then, cells were
washed three times with phosphate buffered saline (PBS) and fixed with 4% paraformaldehyde
at room temperature for 10 min. A series of images were acquired using a Zeiss LSM 700
confocal microscope.
Mitochondria isolation
Pellets of BmN4-SID1 cells expressing target proteins from 25 cm2 culture plate were harvested
and washed with phosphate-buffered saline (PBS). One-fifth of the pellet was lysed in PBS by
sonication, and the supernatant was retrieved after centrifugation. From the remaining pellet,
mitochondria were isolated using a Mitochondria Isolation Kit for Cultured Cells (Pierce)
according to the manufacture’s protocol, resulting in obtaining 130 μl cytosolic fraction and
100 μl mitochondrial fraction. Five microliters of each of these fractions were subjected to
Western blotting using anti-FLAG antibody (M2, Sigma) or anti-α-tubulin antibody (Abcam;
ab7291). The presence of α-tubulin protein was confirmed to verify that mitochondrial fraction
did not include contaminants.
Cell proliferation assay
Cell proliferation assays were carried out using Cell Counting Kit-8 (Dojindo) by a similar
method as described previously [40]. In brief, BmN4-SID1 cells were soaked with double-
stranded RNAs for BmANTI1 to induce gene silencing. Three days after incubation with the
dsRNAs, cells were seeded onto microtiter plates at a density of 2.4 x 104, 1.2 x 104, 0.6 x 104,
and 0.1 x 104 cells per well with culture medium containing additional dsRNAs. After incuba-
tion for four, seven, nine, or fourteen days at 27°C, WST-8 solution was added to each well
and an absorbance of each well was taken as a measure of living cells. The cell proliferation of
BmANTI1-knockdown cells relative to cells untreated with dsRNA was plotted. Statistical sig-
nificance was evaluated by the Student’s t-test, and a P-value<0.01 was considered statistically
significant.
Establishment of cell lines stably expressing ANT proteins
Expression cassettes for FLAG-tagged ANT cDNA under the control of ie2 promoter were
cloned into pPG132, a piggyBac-based transposition vector, using the Gateway system [41].
BmN4 cells were co-transfected with the pPG132-ANT and helper plasmid encoding piggyBac
transposase, resulting in selection of the transformed cells as described previously [42].
Double-stranded RNAs
Three and six cDNA fragments for the BmANTI1 gene and the TcANT genes were amplified
from total RNA of the silkworm BmN4 cells and Tribolium castaneum individuals by RT-PCR
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using the primers listed in S1 Table and cloned into pLits vector [42]. Based on these plasmids,
nine dsRNAs were generated by in vitro transcription using MEGASCRIPT T7 transcription
kit (Ambion) according to manufacture’s protocol [42].
RNAi experiment in T. castaneum
T. castaneum used in this study was reared as described previously [43]. Tribolium larvae at 14
days after egg-laying were injected with the largest possible volume of 5 μg/μl dsRNA as de-
scribed previously [43]. At three days post-injection, three larvae were sampled out of the in-
jected individuals and integrated into one sample for each treatment, following which the
RNAi efficiencies were verified by semi-qRT-PCR.
Results
Isolation of ANT genes and analysis of amino acid sequences
The nucleotide sequences of Ant Insect homologues were determined by a combination of
computational prediction and RACE analyses for the following insect species: P. xylostella, Ste-
notus rubrovittatus, Bemisia tabaci, Schistocerca gregaria, Nilaparvata lugens, Tetranychus urti-
cae, B.mori, and Adoxophyes honmai. Table 1 provides data on scientific classification of each
arthropod species. Sequencing data from the transcriptomes of S. rubrovittatus, B. tabaci and S.
gregaria were acquired using RNA-seq on total RNA (see Materials and methods). Full-length
ORF clones were amplified and inserted into an entry vector for the Gateway system (Invitro-
gen). The ANTORFs in the entry vector were sequenced and their amino acid sequences
were predicted.
Sequence comparisons of human, insect and mite ANTs showed the presence of high levels
of homology over the entire amino acid sequence. HsANT1, for example, exhibited 80% and
75% identities with BmANTI1 and BmANTI2, respectively. BmANTI1 also showed similarity
to its paralogue BmANTI2 (80% identity). All the ANT proteins examined had the ANT signa-
ture RRRMMMmotif and a highly conserved structure consisting of three tandem repeats of
the PX(D/E)XX(K/R) sequence, which is characteristic of mitochondrial carrier proteins
(Fig. 1). Notably, the sequence alignment revealed an extra sequence of approximately 10
amino acids at the N-terminus in BmANTI2, AhANTI2, PxANTI2, DpANTI2, BtANTI1,
DmANT2, and HsAnt4. In particular, the N-terminal regions of lepidopteran ANTI2 and of
Table 1. A list of arthropod species examined.
Class Order Family Species




Diptera Drosophilidae Drosophila melanogaster
Coleoptera Tenebrionidae Tribolium castaneum
Hemiptera Delphacidae Nilaparvata lugens
Aleyrodidae Bemisia tabaci
Miridae Stenotus rubrovittatus
Orthoptera Acrididae Schistocerca gregaria
Arachnida Trombidiformes Tetranychidae Tetranychus urticae
doi:10.1371/journal.pone.0119429.t001
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Fig 1. Amino acid sequences of insect ANT. Sequence alignment of the ANT proteins. The Genetyx software and CLUSTAL-W program were used for
arrangement. Three homologous repeated domains are shown with arrows. The loops of the matrix side and intermembrane space side of mitochondria are
indicated as mat-loop and int-loop on dashed line, respectively. Transmembrane segments located on the inner membrane of mitochondria are highlighted in
light gray. Conserved residues marked by arrowheads represent the PX(D/E)XX(K/R) sequence. The RRRMMM signature is observed in all the ANT
Insect Adenine Nucleotide Translocases
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HsAnt4 were lysine rich, while many glycine residues were present in DmANT2. No C-termi-
nal extensions were observed in insect or mite ANTs, unlike HsANT4.
The phylogeny of the ANT proteins was investigated by constructing a phylogenetic tree of
full-length amino acid sequences using the neighbor-joining method (Fig. 2). High bootstrap
values were obtained at many nodes within vertebrate ANT proteins, but not within insect
ANTs. However, lepidopteran ANTI2 proteins were distinguishable from lepidopteran ANTI1
lineage with relatively high bootstrap values, implying that the roles of BmANTI1 and
BmANTI2 are conserved in each of the lepidopteran ANTI1 and ANTI2 linages, respectively.
BmANTI2 transcripts are specifically expressed in the testis
The amino acid sequence analysis suggested that the two BmANTs had different features. We
therefore compared their distribution patterns at different stages of development in B.mori by
measuring mRNA expression levels in whole body samples using semi-quantitative PCR
(Fig. 3A). We found that BmANTI1 was expressed consistently at all developmental stages and
in BmN4 cells; by contrast, BmANTI2 expression was observed only in 5th instar male larvae.
Next, we investigated whether the proteins were present in different tissues, namely, fat body,
gut, testis, Malpighian tubules, and silk gland at day 5 in 5th instar stage male larvae.
BmANTI1 was present in all tested tissues, whereas BmANTI2 was only present in the testis
(Fig. 3B). These results indicate that BmANTI1 and BmANTI2 exhibit similar patterns of gene
expression to mammalian ANT2-3 and ANT4, respectively, suggesting that BmANTI2 might
be an orthologue of human ANT4.
We examined the patterns of expression of BmANTI1 and BmANTI2 in the testis by quan-
titative reverse transcription (qRT)-PCR using testis cDNAs from 5th and 4th instar larvae.
Relative expression levels were normalized against ribosomal protein 49 (Bmrp49). A relatively
high level of expression of BmAntI1 was present throughout the 4th and 5th instar stages
(Fig. 3C). By contrast, the relative level of BmANTI2 expression gradually increased from day 1
of the 4th instar stage to day 8 of the 5th instar stage, suggesting that the protein has an impor-
tant role in spermatogenesis. It is noteworthy that BmANTI2 was expressed in the testes of
early of 4th instar stage larvae in which most germ cells are at early meiotic prophase.
SgANTI1 and SgANTI2 are not testis-specific paralogues
To test whether the testis-specific paralogue of ANT is conserved in a wide range of insect spe-
cies, we investigated expression of SgANTI1 and SgANTI2 in several tissues, namely, brain, tes-
tis, ovary, thoracic integument, fat body, and muscle at day 1 in 3rd instar nymphs of the
desert locust (Fig. 4). Semi-qRT-PCR analysis revealed that both SgANTI1 and SgANTI2
mRNA were present in all tested tissues. In particular, SgANTI1 was strongly expressed in mus-
cle tissue, where a high level of ANT1 expression is detected in human, whereas expression of
SgANTI2 in muscle was very low compared to that in other tissues. These results suggest that
BmANTI2 is not functionally orthologous to SgANTI1 nor SgANTI2. However, it remains a
possibility that the desert locust possesses the testis-specific paralogue that is not identified.
proteins aligned. HsANTI1 (NP_001142), HsANTI2 (NP_001143), HsANTI3 (NP_001627), HsANTI4 (NP_112581), DpANTI1 (EHJ74594), DpANTI2
(EHJ77067), DmANT1 (NP_727448), DmANT2 (NP_511110), TcANTI1 (XP_968561), TcANTI2 (XP_973257), and TcANTI3 (EFA07039) were retrieved
from the NCBI/GenBank database. Abbreviations: Bm, Bombyx mori; Dp, Danaus plexippus; Px, Plutella xylostella; Ah, Adoxophyes honmai; Dm, Drosophila
melanogaster; Tc, Tribolium castaneum; Nl, Nilaparvata lugens; Bt, Bemisia tabaci; Sr, Stenotus rubrovittatus; Sg, Schistocerca gregaria; Hs, Homo
sapience; Tu, Tetranychus urticae.
doi:10.1371/journal.pone.0119429.g001
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BmANTI1 is required for cellular proliferation in cultured silkworm cells
The silkworm cell line BmN4-SID1 is an RNAi-sensitive line that was generated from the wide-
ly used BmN4 cell line [38]. Analysis of gene expression profiles showed that BmAntI1, but not
BmAntI2, was expressed in BmN4-SID1 cells (Fig. 3A). The ubiquitous expression of BmAntI1
suggests that it has a fundamental role in cellular energy metabolism. To test whether
BmANTI1 had a role in cell proliferation, we performed an RNAi knockdown in BmN4-SID1
cells using three dsRNAs that targeted BmAntI1mRNA (Fig. 5A). A dsRNA corresponding to
the green fluorescent protein variant Venus was used as the negative control. The dsRNAs,
dsAntI1-a and dsAntI1-b, corresponded to parts of the untranslated region (UTR) and open
reading frame (ORF), while dsANTI1-UTR targeted part of the 5’-UTR. We found that each
dsRNA induced a reduction in the levels of BmAntI1mRNA.
We then performed a proliferation assay in cells depleted of BmANTI1 using these dsRNAs
(see Materials and methods). The cell proliferation curve of cells treated with each of the
dsRNAs against AntI1 showed a significant reduction in total cell number compared to cells
treated with the dsVENUS negative control (Fig. 5B). Thus, silencing of AntI1 clearly inhibited
cellular proliferation.
BmANT-GFP proteins localize to mitochondria in BmN4-SID1 cells
As described above, BmAntI2 was not expressed in BmN4-SID1 cells. We next assessed wheth-
er expression of BmAntI1 or BmAntI2 could rescue the inhibition of cell proliferation induced
by BmANTI1 knockdown. It is known that functional expression of heterologous human
ANT proteins in yeast cells requires a sufficiently high level of expression of Ants and the deliv-
ery of the proteins to the mitochondria. Therefore, we first confirmed that BmANTI1 and
BmANTI2 recombinant proteins localized to the mitochondria in BmN4-SID1 cells. We con-
structed plasmids expressing GFP-BmANTI1 or -BmANTI2 fusion proteins and transfected
them into BmN4-SID1 cells. GFP alone was also expressed in the silkworm cells as a control.
Fluorescence microscopic observation of the cells after MitoTracker Red staining showed mito-
chondrial localization of BmANTI1 and BmANTI2 (Fig. 5C), demonstrating that these recom-
binant proteins were efficiently transported to mitochondria.
Recombinant BmANTI1, but not BmANTI2, rescues cellular proliferation
caused by BmANTI1 knockdown
BmN4-SID1 cells stably expressing N-terminal 3 x FLAG-tagged BmANTI1 or BmANTI2
ORFs were generated. The distribution of the protein constructs was investigated using subcel-
lular fractionation of cells into cytosolic and mitochondrial compartments. As the anti-α-tubu-
lin antibody efficiently recognizes cytosolic microtubules [44], we were able to use the presence
of α-tubulin proteins to verify that the mitochondrial fraction did not include contaminants.
An immunoblot analysis showed that BmANTI1 and BmANTI2 were present in both the mi-
tochondrial and cytosolic fractions (Fig. 5D); thus, the recombinant proteins were successfully
transported to the mitochondria.
To examine whether expression of BmANTI1 or BmANTI2 could overcome the suppres-
sion of cell proliferation in BmANTI1 knockdown cells, we measured cell proliferation rates in
Fig 2. Phylogenetic tree of ANT proteins. Phylogenetic analysis of the ANT proteins. The neighbor-joining tree was generated in Genetyx software with the
multiple sequence alignment. The numbers at the nodes denote bootstrap values (%). Bootstrap values<50% are not indicated. Sequences of mouse and
anole lizard ANT genes, MsANT1 (NP_031476), MsANT2 (NP_031477), MsANT4 (NP_848473), AcANT1 (ENSACAP00000002268), AcANT2
(ENSACAP00000012600), AcANT3 (ENSACAP00000005895), and AcANT4 (ENSACAP00000011672) were retrieved from the NCBI/GenBank and
Ensembl databases. Abbreviations: Mm,Musmusculus; Ac, Anolis carolinensis.
doi:10.1371/journal.pone.0119429.g002
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Fig 3. Expression profiles of BmANTI1 and BmANTI2 genes. The developmental and tissue-specific
expression of BmANT genes. (A) Developmental expression profiles of BmANTI1 and BmANTI2 genes.
Whole body RNA samples were extracted from embryo to adult, and subjected to semi-quantitative reverse
transcription (semi-qRT)-PCR analysis. Total RNA from BmN4-SID1 cells was also included. Amplifications
of GAPDH cDNA were used as an internal control. Individuals from 4th instar larvae to adult were divided into
female and male. (B) Tissue expression profiles of BmANTI1 and BmANTI2 genes. The fat body (FB), gut
(GU), testis (TE), Malpighian tubules (MT), and silk gland (SG) were retrieved from individuals at day 5 of 5th
instar male larvae, and their total RNAs were subjected to semi-qRT-PCR analysis. (C) Testis expression
profiles of BmANTI1 and BmANTI2 genes at the 4th and 5th instar larvae. The expression levels of BmANTs
Insect Adenine Nucleotide Translocases
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BmN4-SID1 cells in which endogenous BmANTI1 was knocked down and which stably ex-
pressed BmANTI1 or BmANTI2 constructs. Since BmAnTI1-a and BmANTI1-b dsRNAs tar-
geted the ORF of the gene, we used BmANTI1-UTR dsRNA to ensure silencing only of
endogenous BmANTI1 expression. As shown in Fig. 5E, expression of BmANTI1 largely res-
cued cell proliferation in cells with knockdown of the endogenous BmANTI1; thus, the con-
struct was functional in BmN4-SID1 mitochondria. By contrast, expression of BmANTI2
failed to overcome the inhibition of cell proliferation in BmANTI1 knockdown cells (Fig. 5F).
This result is consistent with the hypothesis that BmANTI2 has diverged from BmANTI1 dur-
ing evolution (Fig. 2) and that the two paralogues are no longer functionally equivalent
in silkworms.
Expression of ANTs from other arthropod species and their cellular
distribution
Next, we addressed the question of whether ANTs from other arthropod species could rescue
the suppression of cell proliferation following BmANTI1 knockdown. We constructed plas-
mids expressing one of the following GFP-fused proteins: PxANTI1, PxANTI2, PxANTI3,
SgANTI1, SgANTI2, NlANTI1, NlANTI2, DmANT1, or TuANT. The plasmids were trans-
fected into BmN4-SID1 cells. All of the GFP fusion constructs localized to BmN4-SID1 mito-
chondria in a similar manner as BmANTI1 and BmANTI2 (S1 Fig.). Stable lines expressing
in the testis were measured by real-time PCR. Silkworms started to spin silk between day 7 and 8 of the 5th
instar larvae. Relative expression levels against the Bmrp49 gene in the testis are shown. Error bars
represent the SD values of the means of triplicates.
doi:10.1371/journal.pone.0119429.g003
Fig 4. Tissue expression profiles of SgANTI1 and SgANTI2 genes. Brain (BR), testis (TE), ovary (OV), thoracic integument (IN), fat body (FB), and
muscle (MS) were retrieved from desert locusts at day 1 of 3th instar nymphs, and their total RNAs were subjected to semi-qRT-PCR analysis. Amplifications
of GAPDH cDNA were used as an internal control.
doi:10.1371/journal.pone.0119429.g004
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Fig 5. Requirement of the BmANTI1 for cell proliferation of BmN4-SID1 cells. BmANTI1 is required for
cell proliferation in BmN4-SID1 cells. (A) Double-stranded (ds)RNAmediated gene silencing of BmANTI1
mRNA. To confirm the knockdown efficiency of dsRNAs on BmANTI1, semi-qRT-PCR analysis was
performed. Lines on a schematic diagram of BmANTI1 represent three relative positions of dsRNA-targeted
regions. The length of dsRNAs is shown in parentheses. PCR amplifications were carried out on cDNAs
obtained from BmN4-SID1 cells soaked in VENUS (green fluorescent protein variant), BmANTI1-a,
BmANTI1-b, and BmANTI1-UTR dsRNAs for 3 days. VENUS was used as a negative control that is
unrelated sequence to silkworm genome. Transcript levels of the BmANTI1 gene were quantitated by
IMAGEJ software. Amplifications of GAPDH cDNA were used as an internal control. (B) BmANTI1 depletion
inhibits cell proliferation of BmN4-SID1 cells. Cell proliferations of BmANTI1 knockdown cells were assessed
after 4, 7, 9 and 14 days culture. The data represent the percent growth as compared with dsRNA-untreated
cells. Data are from one of four independent experiments with similar results. Error bars represent the SD
values of the means of triplicate wells. (C) Mitochondrial localization of GFP-fused BmANTI1 and BmANTI2 in
BmN4-SID1 cells. GFP alone or each GFP-fused BmANTI1 and BmANTI2 (green) was transiently expressed
in BmN4-SID1 cells, and the subcellular localizations of these constructs were observed using confocal
microscope. Mitochondria in cells were labeled with MitoTracher (red). (D) BmANTI1 and BmANTI2 stably
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these ANTs were generated and fractionated into their cytosolic and mitochondrial compart-
ments. Immunoblot analysis showed that each construct was present in the mitochondria in a
similar manner as the BmANT constructs in BmN4-SID1 cells (S2 Fig.).
Expression of PxANTI1 rescues suppression of cellular proliferation in
BmANTI1 knockdown cells
Following knockdown of endogenous BmANTI1 by BmANTI1-UTR dsRNA, cell proliferation
assays were performed using BmN4-SID1 cells stably expressing PxANTI1, PxANTI2,
PxANTI3, SgANTI1, SgANTI2, NlANTI1, NlANTI2, DmANT1, or TuANT (Fig. 6). Only
PxANTI1 expression overcame the inhibition of cell proliferation in these cells, indicating that
the function of ANTI1 was conserved in P. xylostella.
expressed in BmN4-SID1 cells were efficiently transported to mitochondria. FLAG-tagged BmANTI1 or
BmANTI2 was stably expressed in BmN4-SID1 cells, and the cells were fractionated into cytosolic (Cyto) and
mitochondrial (Mito) compartments. Whole-cell lysates (WCL) were included to confirm protein expression.
Each fraction was immunoblotted with anti-FLAGM2 and anti-α-tubulin antibodies. (E) Decreased cell
proliferation of BmN4-SID1 cells depleted of endogenous BmANTI1 can be restored by expression of FLAG-
tagged BmANTI1. Endogenous BmANTI1 was silenced by dsRNAs in BmN4-SID1 cells stably expressing
FLAG-tagged BmANTI1. After 7 days incubation, the cells were subjected to cell proliferation experiment as
described in (B). Data are from one of four independent experiments with similar results. Error bars represent
the SD values of the means of triplicate wells. Differences in cell proliferation rate between BmANTI1-
knockdown cells and cells soaked in VENUS dsRNA were evaluated with a two-tailed Student’s t-test. (*P<
0.05; **P< 0.01) (F) Expression of FLAG-tagged BmANTI2 fails to restore decreased cell proliferation of
BmN4-SID1 cells depleted of endogenous BmANTI1. Using BmN4-SID1 cells stably expressing FLAG-
tagged BmANTI2, cell proliferation assay was performed as described in (E). Data are from one of four
independent experiments with similar results. Error bars represent the SD values of the means of triplicate
wells. (**P< 0.01).
doi:10.1371/journal.pone.0119429.g005
Fig 6. Cell proliferation of BmN4-SID1 cells expressing insect ANTs under knockdown of the endogenous BmANTI1. Decreased cell proliferation of
BmN4-SID1 cells silenced the endogenous BmANTI1 gene can be restored by expression of PxANTI1. Using BmN4-SID1 cells stably expressing FLAG-
tagged PxANTI1, PxANTI2, PxANTI3, SgANTI1, SgANTI2, NlANTI1, NlANTI2, DmANT1, or TuANT, cell proliferation assay was performed as described in
Fig. 5E. Data are from one of three independent experiments with similar results. Error bars represent the SD values of the means of triplicate wells.
Differences in cell proliferation rate between BmANTI1-knockdown cells and cells soaked in VENUS dsRNA were evaluated with a two-tailed Student’s t-
test. (*P< 0.05; **P< 0.01).
doi:10.1371/journal.pone.0119429.g006
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TcANTI2 is required for larval development in Tribolium
Our analyses indicated that BmANTI1 and DmANT1 were likely to be homeostatic paralogues
of ANT. Next, we investigated whether Tribolium had an ANT paralogue that played a similar
homeostatic role in beetle larval development. To address whether suppression of TcANT
paralogues inhibit larval development, we generated dsRNAs corresponding to the three para-
logues and injected them into beetle larvae (S3A Fig.). RT-PCR analysis indicated efficient
knockdown of TcANTI1 and TcANTI2, but not TcANTI3 (S3B Fig.). Further analyses showed
that silencing of TcANTI1 in Tribolium larvae did not affect development, whereas knockdown
of TcANTI2 increased the risk of larval lethality and resulted in a low eclosion rate (Table 2).
Our results indicate that TcANTI2 is the homeostatic ANT paralogue, whereas TcANTI1 is
dispensable for developmental homeostasis.
Discussion
ANTs are nuclear-encoded mitochondrial proteins that are highly conserved from yeast to
mammals. In the present study, we showed that insect ANTs share a common structure com-
posed of three tandem repeats with the consensus sequence PX(D/E)XX(K/R), similar to that
seen in vertebrate ANTs (Fig. 1). Like vertebrates, most insects possess more than one ANT
paralogue with high sequence similarity, implying that these paralogues are utilized in different
cell types depending on external conditions. The silkworm and Drosophila genomes encode
two ANT paralogues, while the Tribolium genome possesses three. BmANTI1, DmANT1, and
TcANTI2 appear to play a role in homeostasis in each species. The three ANT paralogues from
the genome of the lepidopteran species P. xylostella were identified by a genome database
search and their cDNAs were cloned. The results of our cell proliferation assays suggested that
BmANTI1 and PxANTI1 are functional orthologues. PxANTI3, which has a similar amino
acid sequence to PxANTI1 (91% identity), may possibly have a function that does not occur
in silkworms.
In humans, ANT1 and ANT3 appear to export ATP from mitochondria into the cytosol,
whereas ANT2 and ANT4 import ATP into the mitochondria [45]. However, as mentioned in
the Introduction, a yeast mutant strain that lacks the three endogenous AAC paralogues can be
rescued by expression of each of the HsANTs. It was also previously reported that a single
ANT paralogue can specifically exchange ADP/ATP through the mitochondrial inner mem-
brane in both transport directions [46]. The ADP/ATP exchange seems to occur in either di-
rection depending on both the matrix and external ADP/ATP ratios [47]. Thus, the yeast
mutant strain might only require the ADP/ATP exchange property, and not any other role of
the ANTs. By contrast to the yeast strain, the proliferation deficit in BmANTI1 knockdown
cells was not rescued by expression of any insect ANT except for lepidopteran ANTI1. This
Table 2. Phenotypes of Tribolium larvae depleted for TcANTI1 and TcANTI2 genes.
dsRNA n Pupation rate (%) Eclosion rate (%)
dsVENUS 49 100 100
dsTcANTI1-a 38 100 100
dsTcANTI1-b 47 100 100
dsTcANTI2-a 50 4 4
dsTcANTI2-b 51 0 0
Tribolium larvae were injected the indicated dsRNAs at 14 days after egg laying.
Animals that died within 2 days after injection were eliminated from the analysis.
doi:10.1371/journal.pone.0119429.t002
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finding indicates that normal proliferation of the BmANTI1-depleted cells requires not only a
protein with an ADP/ATP exchange property, but also one that can perform additional roles
such as an interaction with other proteins and/or their post-transcriptional modification.
Since the ANT4 gene is absent from birds, fish, and frogs, it has been postulated that this
paralogue is involved in an energy metabolic pathway that is only present in mammals and rep-
tiles [16]. It is therefore of interest that the similar paralogue to ANT4 is conserved in lepidop-
teran insects. Moreover, the gene expression profile of BmANTI2 showed that it has tissue-
specific activity. This restricted expression pattern is similar to that identified for DmANT2 in
which a microarray analysis showed testis-specific expression in contrast to the ubiquitous ex-
pression of DmANT1 [30]. Moreover, the report also mentioned that DmANT1 is very weakly
expressed in the testis compared with other tissues, suggesting that DmANT2 functionally re-
places DmANT1 in this tissue. Thus, DmANT2 is believed to be an orthologue of BmANTI2,
suggesting the presence of a similar energy metabolic pathway in mammals, reptiles, Lepidop-
tera and Drosophila.
As mentioned above, ANT2 and ANT4 appear to transport glycolytic ATP toward the mito-
chondrial matrix under glycolytic conditions; this transport is in the reverse direction to that of
ANT1 and ANT3 [45]. The ANT4 gene is always encoded by autosomes, whereas the ANT2
gene is located on the X chromosome. In males, genes on the X chromosome are transiently si-
lenced during meiotic prophase (meiotic sex chromosome inactivation) [17,48]. These various
lines of evidence have been drawn together in a hypothesis that suggests ANT4 evolved to com-
pensate for the absence of the ANT2 function in spermatocytes [17,49]. With respect to the sex
chromosomes, silkworm males are homogametic and have two Z chromosomes. In agreement
with a previous report that a significantly higher number of testis-specific genes are present on
the Z chromosomes than the autosomes in silkworms [50], BmANTI2 is located on the Z chro-
mosome while BmANTI1 is located on an autosome (S2 Table). In contrast to silkworms, Dro-
sophila is a male heterogametic species; however, the Drosophila X chromosome contains both
DmANT1 and DmANT2. In Drosophila, meiotic sex chromosome inactivation does not appear
to occur in males [51]. In contrast to the chromosomal locations of DmANT genes, in T. casta-
neum all three TcANTs are located on autosomes. Thus, insect ANTsmay have evolved inde-
pendently of meiotic sex chromosome inactivation, as has also been suggested for ANT2 and
ANT4 in anole lizards [16].
Lepidopteran males, including silkworms, produce dimorphic sperm, termed nucleated
eupyrene and anucleated apyrene. Apyrene sperm appear to be required for the maturation of
the eupyrene sperm [52]. During the larval stage in silkworms, the majority of germ cells devel-
op almost simultaneously in the testis. This synchronicity allowed us to estimate the phase of
spermatogenesis in which the ANT genes were expressed. Published information indicates that
the majority of spermatocytes at the beginning of the 4th instar larval stage are at zygotene and
pachytene [53]. We found BmANTI2 expression in the testis of larvae at this stage, implying a
role in supplying a large amount of ATP to spermatocytes during the early stages of meiotic
prophase I. This interpretation is consistent with the severe disruption of the seminiferous epi-
thelium in germ cells of Ant4-deficient mice [18]. At the beginning of the 5th instar larval stage
in silkworms, spermatids appear in the testis; these spermatids subsequently start to mature
into fully formed eupyrene spermatozoa at the spinning stage of larval development. BmANTI2
transcript levels increased from the 4th instar stage to the spinning stage (Fig. 3C).
Our observation of an increase in transcript levels raises the question of whether this was as-
sociated with the number and size of spermatocytes or spermatids. During the 4th instar larval
stage, the number of spermatocytes is essentially constant since most germ cells in the testis are
at meiotic prophase I [53]. As the germ cells progress through meiosis, the number of sper-
matocytes and spermatids will increase from day 1 of the 5th instar larval stage. Electron
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microscopic analysis shows that eupyrene spermatocytes increase in volume during prophase I
[54]. At pachytene, the volume of mitochondria is significantly increased in eupyrene sper-
matocytes but not apyrene spermatocytes [54]. During elongation of eupyrene spermatids, the
mitochondria swell without reducing the high density of the mitochondrial DNA. Thus, the in-
creased levels of BmANTI2 transcripts may reflect the increase in the mitochondria in eupyrene
spermatocytes and spermatids.
Silkworm spermatozoa have a unique energy metabolic pathway involving extracellular gly-
colysis activated by a serine endopeptidase known as initiatorin [55]. This pathway includes an
arginine degradation cascade, which has also been observed in Drosophila [56], suggesting that
the glycolysis pathway is conserved in these species. The similar expression profiles and the N-
terminal extensions of BmANTI2 and DmANT2 may indicate the involvement of these pro-
teins in a common mechanism, such as the extracellular glycolysis pathway. In addition to the
BmANTI2 protein, the silkworm testis appears to contain testis-specific mitochondrial paralo-
gues such as ATPase inhibitor-like protein-b [57] and some members of the mitochondrial car-
rier protein family (manuscript in preparation). The presence of these proteins suggests that
the components of the mitochondrial inner membrane may differ partially in sperm and eggs.
Whether human spermatozoa possess a similar extracellular glycolytic pathway remains to be
determined. Further investigation of these testis-specific mitochondrial paralogues, such as
BmANTI2 and ATPase inhibitor-like protein-b, will undoubtedly lead to a greater understand-
ing of the molecular mechanism of energy metabolism in spermatozoa bioenergetics.
Supporting Information
S1 Fig. Subcellular localization of GFP-fused insect or mite Ants in BmN4-SID1 cells. Each
GFP-fused PxANTI1, PxANTI2, PxANTI3, SgANTI1, SgANTI2, NlANTI1, NlANTI2,
DmANT1 or TuANT was transiently expressed in BmN4-SID1 cells. The subcellular localiza-
tions of these constructs were observed as described in Fig. 5C.
(EPS)
S2 Fig. Cell distribution of FLAG-tagged insect or mite Ants in BmN4-SID1 cells. FLAG-
tagged (A) PxANTI1, PxANTI2, PxANTI3, (B) SgANTI1, SgANTI2, (C) NlANTI1, NlANTI2,
(D) DmANT1, and (E) TuANT were stably expressed in BmN4-SID1 cells, and the cells were
fractionated into cytosolic (Cyto) and mitochondrial (Mito) fractions. Whole-cell lysates
(WCL) were included to confirm protein expression. Each fraction was immunoblotted with
anti-FLAGM2 and anti-α-tubulin antibodies.
(EPS)
S3 Fig. Verification of gene silencing of TcANTs mediated by dsRNAs. (A) Lines on a sche-
matic diagram of TcANTI1-3 represent relative positions of dsRNA-targeted regions. The
length of dsRNAs is shown in parentheses. (B) The indicated dsRNAs were injected into larvae,
following which the insects were raised individually in 24-well microtiter plates with whole
wheat flour at 30°C. Three were sampled at 3 days after injection for each treatment and sub-
jected to semi-qRT-PCR analysis. Transcript for Tribolium ribosomal protein 6 (TcrpS6) serves
as an internal control.
(EPS)
S1 Table. Primer sequences of Insect ANTs and control genes. List of primers used in
this study.
(EPS)
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S2 Table. Chromosomal locations of the ANT genes inD.melanogaster, B.mori, and T. cas-
taneum. Chromosomal locations of the DmANTs, BmANTs, and TcANTs were examined
using the databases of FlyBase, KAIKObase, and Beetlebase.
(EPS)
Acknowledgments
The authors thank Drs. S. Tanaka, K. Miyamoto, M. Shimoda, and H. Noda (NIAS) for kindly
supplying S. gregaria, P. xylostella, D.melanogaster, and N. lugens, Dr. T.Uchiyama at Shizuoka
Prefectural Research Institute of Agriculture and Forestry for A. honmai, Drs. K. Kubota and
T. Yasuda at the National Agriculture and Food Research Organization for B. tabaci and S.
rubrovittatus, and Prof. Gotoh at Ibaraki University for T. urticae.
Author Contributions
Conceived and designed the experiments: RS TS. Performed the experiments: RS AJ TN. Ana-
lyzed the data: RS AJ TS. Contributed reagents/materials/analysis tools: TK TY YS HM. Wrote
the paper: RS TS.
References
1. Arrese EL, Soulages JL. Insect fat body: energy, metabolism, and regulation. Annu Rev Entomol.
2010; 55: 207–225. doi: 10.1146/annurev-ento-112408-085356 PMID: 19725772
2. Wang X, Fang X, Yang P, Jiang X, Jiang F, Zhao D, et al. The locust genome provides insight into
swarm formation and long-distance flight. Nature communications. 2014; 5: 2957. doi: 10.1038/
ncomms3957 PMID: 24423660
3. Osanai M, Kasuga H, Aigaki T. The Spermatophore and its structural changes with time in the bursa
copulatrix of the silkworm, Bombyx mori. Journal of morphology. 1987; 193: 1–11.
4. Klingenberg M. Molecular aspects of the adenine nucleotide carrier frommitochondria. Archives of bio-
chemistry and biophysics. 1989; 270: 1–14. PMID: 2648994
5. Nelson DR, Felix CM, Swanson JM. Highly conserved charge-pair networks in the mitochondrial carrier
family. Journal of molecular biology. 1998; 277: 285–308. PMID: 9514746
6. Walker JE, Runswick MJ. The mitochondrial transport protein superfamily. Journal of bioenergetics and
biomembranes. 1993; 25: 435–446. PMID: 8132484
7. Fiore C, Trezeguet V, Le Saux A, Roux P, Schwimmer C, Dianoux AC, et al. The mitochondrial ADP/
ATP carrier: structural, physiological and pathological aspects. Biochimie. 1998; 80: 137–150. PMID:
9587671
8. Liu Y, Chen XJ. Adenine nucleotide translocase, mitochondrial stress, and degenerative cell death. Ox-
idative medicine and cellular longevity. 2013; 2013: 146860. doi: 10.1155/2013/146860 PMID:
23970947
9. Pebay-Peyroula E, Dahout-Gonzalez C, Kahn R, Trezeguet V, Lauquin GJ, Brandolin G. Structure of
mitochondrial ADP/ATP carrier in complex with carboxyatractyloside. Nature. 2003; 426: 39–44. PMID:
14603310
10. Li K, Warner CK, Hodge JA, Minoshima S, Kudoh J, Fukuyama R, et al. A humanmuscle adenine nu-
cleotide translocator gene has four exons, is located on chromosome 4, and is differentially expressed.
The Journal of biological chemistry. 1989; 264: 13998–14004. PMID: 2547778
11. Doerner A, Pauschinger M, Badorff A, Noutsias M, Giessen S, Schulze K, et al. Tissue-specific tran-
scription pattern of the adenine nucleotide translocase isoforms in humans. FEBS letters. 1997; 414:
258–262. PMID: 9315697
12. Chevrollier A, Loiseau D, Chabi B, Renier G, Douay O, Malthiery Y, et al. ANT2 isoform required for
cancer cell glycolysis. J Bioenerg Biomembr. 2005; 37: 307–316. PMID: 16341775
13. Barath P, Luciakova K, Hodny Z, Li R, Nelson BD. The growth-dependent expression of the adenine
nucleotide translocase-2 (ANT2) gene is regulated at the level of transcription and is a marker of cell
proliferation. Exp Cell Res. 1999; 248: 583–588. PMID: 10222150
Insect Adenine Nucleotide Translocases
PLOS ONE | DOI:10.1371/journal.pone.0119429 March 5, 2015 18 / 21
14. Stepien G, Torroni A, Chung AB, Hodge JA, Wallace DC. Differential expression of adenine nucleotide
translocator isoforms in mammalian tissues and during muscle cell differentiation. The Journal of bio-
logical chemistry. 1992; 267: 14592–14597. PMID: 1378836
15. Dolce V, Scarcia P, Iacopetta D, Palmieri F. A fourth ADP/ATP carrier isoform in man: identification,
bacterial expression, functional characterization and tissue distribution. FEBS letters. 2005; 579: 633–
637. PMID: 15670820
16. Lim CH, Hamazaki T, Braun EL, Wade J, Terada N. Evolutionary genomics implies a specific function
of Ant4 in mammalian and anole lizard male germ cells. PLoS One. 2011; 6: e23122. doi: 10.1371/
journal.pone.0023122 PMID: 21858006
17. Brower JV, Rodic N, Seki T, Jorgensen M, Fliess N, Yachnis AT, et al. Evolutionarily conserved mam-
malian adenine nucleotide translocase 4 is essential for spermatogenesis. The Journal of biological
chemistry. 2007; 282: 29658–29666. PMID: 17681941
18. Brower JV, Lim CH, Jorgensen M, Oh SP, Terada N. Adenine nucleotide translocase 4 deficiency
leads to early meiotic arrest of murine male germ cells. Reproduction. 2009; 138: 463–470. doi: 10.
1530/REP-09-0201 PMID: 19556438
19. Kim YH, Haidl G, Schaefer M, Egner U, Mandal A, Herr JC. Compartmentalization of a unique ADP/
ATP carrier protein SFEC (Sperm Flagellar Energy Carrier, AAC4) with glycolytic enzymes in the fi-
brous sheath of the human sperm flagellar principal piece. Developmental biology. 2007; 302: 463–
476. PMID: 17137571
20. Betina S, Gavurnikova G, Haviernik P, Sabova L, Kolarov J. Expression of the AAC2 gene encoding
the major mitochondrial ADP/ATP carrier in Saccharomyces cerevisiae is controlled at the transcrip-
tional level by oxygen, heme and HAP2 factor. European journal of biochemistry / FEBS. 1995; 229:
651–657. PMID: 7758459
21. Gavurnikova G, Sabova L, Kissova I, Haviernik P, Kolarov J. Transcription of the AAC1 gene encoding
an isoform of mitochondrial ADP/ATP carrier in Saccharomyces cerevisiae is regulated by oxygen in a
heme-independent manner. European journal of biochemistry / FEBS. 1996; 239: 759–763. PMID:
8774724
22. Kolarov J, Kolarova N, Nelson N. A third ADP/ATP translocator gene in yeast. The Journal of biological
chemistry. 1990; 265: 12711–12716. PMID: 2165073
23. Sabova L, Zeman I, Supek F, Kolarov J. Transcriptional control of AAC3 gene encoding mitochondrial
ADP/ATP translocator in Saccharomyces cerevisiae by oxygen, heme and ROX1 factor. European
journal of biochemistry / FEBS. 1993; 213: 547–553. PMID: 8477727
24. Hamazaki T, LeungWY, Cain BD, Ostrov DA, Thorsness PE, Terada N. Functional expression of
human adenine nucleotide translocase 4 in Saccharomyces cerevisiae. PLoS One. 2011; 6: e19250.
doi: 10.1371/journal.pone.0019250 PMID: 21532989
25. DeMarcos Lousa C, Trezeguet V, Dianoux AC, Brandolin G, Lauquin GJ. The human mitochondrial
ADP/ATP carriers: kinetic properties and biogenesis of wild-type and mutant proteins in the yeast S.
cerevisiae. Biochemistry. 2002; 41: 14412–14420. PMID: 12450408
26. Hatanaka T, Takemoto Y, Hashimoto M, Majima E, Shinohara Y, Terada H. Significant expression of
functional human type 1 mitochondrial ADP/ATP carrier in yeast mitochondria. Biological & pharmaceu-
tical bulletin. 2001; 24: 595–599.
27. Hashimoto M, Shinohara Y, Majima E, Hatanaka T, Yamazaki N, Terada H. Expression of the bovine
heart mitochondrial ADP/ATP carrier in yeast mitochondria: significantly enhanced expression by re-
placement of the N-terminal region of the bovine carrier by the corresponding regions of the yeast carri-
ers. Biochimica et biophysica acta. 1999; 1409: 113–124. PMID: 9878703
28. Zhang YQ, Roote J, Brogna S, Davis AW, Barbash DA, Nash D, et al. stress sensitive B encodes an ad-
enine nucleotide translocase in Drosophila melanogaster. Genetics. 1999; 153: 891–903. PMID:
10511565
29. Homyk T Jr, Szidonya J, Suzuki DT. Behavioral mutants of Drosophila melanogaster. III. Isolation and
mapping of mutations by direct visual observations of behavioral phenotypes. Molecular & general ge-
netics: MGG. 1980; 177: 553–565.
30. Terhzaz S, Cabrero P, Chintapalli VR, Davies SA, Dow JA. Mislocalization of mitochondria and com-
promised renal function and oxidative stress resistance in Drosophila SesBmutants. Physiological ge-
nomics. 2010; 41: 33–41. doi: 10.1152/physiolgenomics.00147.2009 PMID: 20009008
31. Bruni A, Luciani S, Contessa AR. Inhibition by Atractyloside of the Binding of Adenine-Nucleotides to
Rat-Liver Mitochondria. Nature. 1964; 201: 1219–1220. PMID: 14151375
32. Pfaff E, Klingenberg M, Heldt HW. Unspecific permeation and specific exchange of adenine nucleo-
tides in liver mitochondria. Biochimica et biophysica acta. 1965; 104: 312–315. PMID: 5840415
Insect Adenine Nucleotide Translocases
PLOS ONE | DOI:10.1371/journal.pone.0119429 March 5, 2015 19 / 21
33. Tanaka S, Maeno K. A review of maternal and embryonic control of phase-dependent progeny charac-
teristics in the desert locust. Journal of insect physiology. 2010; 56: 911–918. doi: 10.1016/j.jinsphys.
2010.05.013 PMID: 20493874
34. Gotoh T, Sugasawa J, Noda H, Kitashima Y. Wolbachia-induced cytoplasmic incompatibility in Japa-
nese populations of Tetranychus urticae (Acari: Tetranychidae). Experimental & applied acarology.
2007; 42: 1–16.
35. Tsubota T, Shimomura M, Ogura T, Seino A, Nakakura T, Mita K, et al. Molecular characterization and
functional analysis of novel carboxyl/cholinesterases with GQSAGmotif in the silkworm Bombyx mori.
Insect biochemistry and molecular biology. 2010; 40: 100–112. doi: 10.1016/j.ibmb.2009.12.015 PMID:
20060470
36. Shinoda T, Itoyama K. Juvenile hormone acid methyltransferase: a key regulatory enzyme for insect
metamorphosis. Proceedings of the National Academy of Sciences of the United States of America.
2003; 100: 11986–11991. PMID: 14530389
37. Ogura T, Tan A, Tsubota T, Nakakura T, Shiotsuki T. Identification and expression analysis of ras gene
in silkworm, Bombyx mori. PLoS One. 2009; 4: e8030. doi: 10.1371/journal.pone.0008030 PMID:
19946625
38. Mon H, Kobayashi I, Ohkubo S, Tomita S, Lee J, Sezutsu H, et al. Effective RNA interference in cul-
tured silkworm cells mediated by overexpression of Caenorhabditis elegans SID-1. RNA biology. 2012;
9: 40–46. doi: 10.4161/rna.9.1.18084 PMID: 22293577
39. Mitsunobu H, Sakashita K, Mon H, Yoshida H, Lee JM, Kawaguchi Y, et al. Construction of Gateway-
based Destination Vectors for Detecting Subcellular Localization of Proteins in the Silkworm, Bombyx
mori. JIBS. 2006; 75: 141–145.
40. Sugahara R, Mon H, Lee JM, Kusakabe T. Monoubiquitination-dependent chromatin loading of
FancD2 in silkworms, a species lacking the FA core complex. Gene. 2012; 501: 180–187. doi: 10.1016/
j.gene.2012.03.071 PMID: 22513077
41. Tatsuke T, Hong SM, Tobata H, Mon H, Lee JM, Kawaguchi Y, et al. Construction of piggyBac–based
Vectors Using Visible and Drug–resistance Marker for Introducing Foreign Genes into Silkworm Cul-
tured Cell. Journal of the Faculty of Agriculture Kyushu University. 2009; 54: 397–400.
42. Sugahara R, Mon H, Lee JM, Kusakabe T. Middle region of FancM interacts with Mhf and Rmi1 in silk-
worms, a species lacking the Fanconi anaemia (FA) core complex. Insect molecular biology. 2014; 23:
185–198. doi: 10.1111/imb.12072 PMID: 24286570
43. Minakuchi C, Namiki T, YoshiyamaM, Shinoda T. RNAi-mediated knockdown of juvenile hormone acid
O-methyltransferase gene causes precocious metamorphosis in the red flour beetle Tribolium casta-
neum. FEBS J. 2008; 275: 2919–2931. doi: 10.1111/j.1742-4658.2008.06428.x PMID: 18435763
44. Mon H, Lee JM, Mita K, Goldsmith MR, Kusakabe T. Chromatin-induced spindle assembly plays an im-
portant role in metaphase congression of silkworm holocentric chromosomes. Insect biochemistry and
molecular biology. 2014; 45: 40–50. doi: 10.1016/j.ibmb.2013.11.007 PMID: 24291286
45. Chevrollier A, Loiseau D, Reynier P, Stepien G. Adenine nucleotide translocase 2 is a key mitochondri-
al protein in cancer metabolism. Biochim Biophys Acta. 2011; 1807: 562–567. doi: 10.1016/j.bbabio.
2010.10.008 PMID: 20950584
46. Kramer R, Klingenberg M. Modulation of the reconstituted adenine nucleotide exchange by membrane
potential. Biochemistry. 1980; 19: 556–560. PMID: 6243950
47. Austin J, Aprille JR. Net adenine nucleotide transport in rat liver mitochondria is affected by both the
matrix and the external ATP/ADP ratios. Arch Biochem Biophys. 1983; 222: 321–325. PMID: 6838227
48. Turner JM. Meiotic sex chromosome inactivation. Development. 2007; 134: 1823–1831. PMID:
17329371
49. Dupont PY, Stepien G. Computational analysis of the transcriptional regulation of the adenine nucleo-
tide translocator isoform 4 gene and its role in spermatozoid glycolytic metabolism. Gene. 2011; 487:
38–45. doi: 10.1016/j.gene.2011.07.024 PMID: 21827840
50. Arunkumar KP, Mita K, Nagaraju J. The silkworm Z chromosome is enriched in testis-specific genes.
Genetics. 2009; 182: 493–501. doi: 10.1534/genetics.108.099994 PMID: 19332883
51. Mikhaylova LM, Nurminsky DI. Lack of global meiotic sex chromosome inactivation, and paucity of tis-
sue-specific gene expression on the Drosophila X chromosome. BMC biology. 2011; 9: 29. doi: 10.
1186/1741-7007-9-29 PMID: 21542906
52. Osanai M, Kasuga H, Aigaki T. Physiological role of apyrene apermatozoa of Bombyx mori. Experien-
tia. 1987; 43: 593–596.
53. Sado T. Spermatogenesis of the silkworm and its bearing on radiation induced sterility. I. Journal of the
Faculty of Agriculture, Kyushu University. 1963; 12: 359–393.
Insect Adenine Nucleotide Translocases
PLOS ONE | DOI:10.1371/journal.pone.0119429 March 5, 2015 20 / 21
54. Kawamura N, Yamashiki N, Bando H. Behavior of mitochondria during eupyrene and apyrene sper-
matogenesis in the silkworm, Bombyx mori (Lepidoptera), investigated by fluorescence in situ hybrid-
ization and electron microscopy. Protoplasma. 1998; 202: 223–231.
55. Osanai M, Kasuga H, Aigaki T. Induction of motility of apyrene spermatozoa and dissociation of Eupyr-
ene sperm bundles of the silkmoth, Bombyx mori, by initiatorin and trypsin. Invertebrate Reproduction
and Development. 1989; 15: 97–103.
56. Osanai M, Chen PS. A comparative study on the arginine degradation cascade for spermmaturation
ofBombyx mori andDrosophila melanogaster. Amino Acids. 1993; 5: 341–350. doi: 10.1007/
BF00806952 PMID: 24190705
57. Ogura I, Kusakabe T, Kawaguchi Y, Maeda T, Koga K. Molecular Cloning and Expression of cDNAs
Encoding Testis-Specific and Non-Specific ATPase Inhibitor-like Proteins in Bombyx mori. JIBS. 2001;
70: 121–128.
Insect Adenine Nucleotide Translocases
PLOS ONE | DOI:10.1371/journal.pone.0119429 March 5, 2015 21 / 21
